Experimental Methods

Data Reduction, Structure Solution, and Refinement
Integrated intensity information for each reflection was obtained by reduction of the data frames with the program APEX3. 1 The integration method employed a three dimensional profiling algorithm and all data were corrected for Lorentz and polarization factors, as well as for crystal decay effects. Finally the data was merged and scaled to produce a suitable data set. The absorption correction program SADABS 2 was employed to correct the data for absorption effects. Systematic reflection conditions and statistical tests of the data suggested the space group P-1. A solution was obtained readily using XT/XS in APEX3. 3 A molecule of water was found hydrated. Hydrogen atoms were placed in idealized positions and were set riding on the respective parent atoms. All non-hydrogen atoms were refined with anisotropic thermal parameters. Absence of additional symmetry or void were confirmed using PLATON (ADDSYM). 4 The structure was refined (weighted least squares refinement on F 2 ) to convergence. Olex2 was employed for the final data presentation and structure plots. 5 The crystallographic data and details of data collection of 1 are given in Table 1 .
DNA Binding Experiments
Concentrated stock solutions of metal complexes were prepared and then diluting them 
Gel Electrophoretic Mobility Studies
The electrophoretic mobility shift assay was carried out by using agarose gel electrophoresis technique. The super coiled pUC19 plasmid DNA (40 M) was incubated with the complexes in 5 mM Tris-HCl/50 mM NaCl buffer at pH 7.1 in the absence activating agents.
A loading buffer containing 25% bromophenol blue, 0.25% xylene cyanol and 30% glycerol (3 L) was added and electrophoresis performed at 60 V for 3 h in Tris-Acetate-EDTA (TAE) buffer (40 mM Tris-base, 20 mM, acetic acid, 1 mM EDTA) using 1% agarose gel containing 1.0 g/mL ethidium bromide. The gels were viewed in an GELSTAN 1312 gel documentation system and photographed using a CCD camera.
BSA Binding Experiments
The protein binding study was performed by tryptophan fluorescence quenching experiments using bovine serum albumin (BSA, 5 µM) as the substrate in Tris buffer (pH 7.1).
Quenching of the emission intensity of tryptophan residues of BSA at 344 nm (excitation wavelength at 295 nm) was monitored using complexes 1 and 2 as quenchers with increasing complex concentration. The F 0 /F versus [complex] plot was constructed using the corrected fluorescence data taking into account the effect of dilution. The excitation and emission slit widths were 3 and 1.5 nm, respectively. 
